. Different pair--wise metrics of nucleosome similarity/dissimilarity. In order to obtain robust estimations of the similarity/dissimilarity of gene architectures between samples we defined the following metrics. Coverage: A gene is considered as stable if Pearson's correlation between two samples in the window --300:300 from the TSS is greater than 0.7; is considered as variable if correlation is smaller than 0.5. Cluster: We consider a gene stable if the cluster stays the same; we considered a significant variable architecture when 2 of the clustering dimensions (--1/NFR/+1) vary between samples. +1/--1 Nucleosome: We consider a nucleosome in the same classification if nucleR's classification is the same for two samples; we considered a gene variable if the absolute difference in nucleR's score is bigger than 0.25 points. NFR: we consider a gene stable if the classification of the NFR is the same (open/close/overlap/missing); we considered a change as significant if the change in distance between --1/+1 nucleosomes is more than 100bp. Genes which do not satisfy any of the two criteria are in considered out of the stability/variability threshold. Percentages are relative to the total number of genes in the SacCer3 genome. Key: 1x - Single End, 2x - Paired End, R1 - Replica 1, R2 - Replica2, AsAsynchronous, Ov -Overdigested, Un -Underdigested. Table S4 . Different pair--wise metrics of nucleosome similarity/dissimilarity in gene body regions. Coverage: a particular gene is considered 'stable' when Pearson's correlation between the whole gene body of two samples is greater than 0.7; otherwise, it is considered 'variable' when correlation is smaller than 0.5. ∆calls: a gene is considered 'stable' when it has the same number of nucleosome calls inside the gene body; otherwise, it is considered 'variable' when the difference of nucleosome calls between samples is more than 2 nucleosomes. ∆score: a particular gene is considered to be the same between two samples when the equivalent nucleosome calls have a mean difference of nucleR score lower than 0.15; otherwise, the gene is assigned as variable when this difference is higher than 0.25. Genes which do not satisfy any of the two criteria are in considered out of the stability/variability threshold. Percentages are relative to the total number of genes in the SacCer3 genome. Note: the present metrics differ from those presented in the previous Supplementary 
